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Supplementary Data 3: Validation of harmony batch correction for Spectral Flow,, cyTOF and 
CITE-seq data. a: Harmony batch correction performed on Spectral Flow data, this dataset was 
kindly provided by Dr. Ogischi and was previously published for the validation of the iMUBAC 
tool (Ogishi et al., 2021), We show a drastic improvement of the LISI score after batch correc-
tion with harmony. b: Similarly the cyTOF dataset used to validate the usage of harmony with 
cyTOF data was also provided by Dr. Ogischi and was previously published for the validation of 
the iMUBAC tool (Ogishi et al., 2021). Also here we could show that harmony batch correction is 
able to reduce the technical batch in the dataset showing also here a strong improvement of the 
LISI score. c: Harmony batch correction was validated on CITE-seq data using an unpublished 
in-house dataset, a total of nine samples measured at five dates following the BD Rhapsody 
AbSeq protocol. Also in this case harmony correction was able to reduce the technical variation 
in the dataset substantially improving the LISI score.


